Erwinia psidii causes bacterial disease of guava in Brazil. Phenotypic and molecular characterization through rep-PCR fingerprinting of 42 strains from different geographical regions showed that E. psidii populations in Brazil have a low level of genetic diversity and suggest that contaminated plant material is the main source for pathogen dissemination in the country.
spp. (9, 16) and Erwinia amylovora (1) .
The occurrence of E. psidii is limited to Brazil and very little is known about its origin and genetic diversity. The objectives of this study were to characterize phenotypically a set of strains collected in central Brazil (DF), to evaluate the genetic diversity among strains collected in different regions and to investigate the origin of E. psidii in central Brazil.
Forty-two strains were used in this study (Table 1) .
Twenty-eight were collected from guava trees with blight and dieback symptoms in Brazlândia, DF. Other 14 strains, previously identified as E. psidii, were obtained from IBSBF culture collection and used as reference. For long-term storage strains were kept in 20% glycerol at -20 °C, in sterile distilled water, and on YDC and 523 (5) slants covered with mineral oil. Strains in water, YDC or 523 were maintained at 10 °C. Phenotypic tests were performed to characterize 28 bacterial strains isolated from guava in DF. The minimal list of identification tests proposed by Marques et al. (12) , which allows the differentiation of E.psidii from all known species belonging to the 'amylovora' group species, was performed.
The tests were: potassium hydroxide solubility test, O/F, catalase activity, acid production from raffinose and mannitol, nitrate reduction and hypersensitive test on tobacco leaves (HR), as described by Lelliott and Stead (7) and Schaad et al. (19) . Pathogenicity tests were carried out using detached shoots from adult guava plants cv. Paluma, according to Marques et al. (12) . Symptom observation was done twice a day for 15 days and re-isolation of the pathogen was attempted. Stem and leaves were surface washed with common detergent and rinsed with distilled water, macerated and streaked onto 523 plates. Three tests (KOH solubility, O/F and catalase activity) were conducted to confirm bacterial identity. Total genomic DNA from all 42 strains was extracted following the protocol described by Li and DeBöer (8) For example, REP and ERIC were more discriminative in 
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RESUMO
Baixa diversidade genética entre estirpes patogênicas de
Erwinia psidii no Brasil
Erwinia psidii é o agente causal da seca-dos-ponteiros ou bacteriose da goiabeira no Brasil. A caracterização fenotípica e molecular através de rep-PCR de 42 estirpes patogênicas de diferentes regiões mostrou que as populações de E. psidii no Brasil têm um baixo nível de diversidade genética e sugere que material de propagação infectado é a principal fonte de disseminação do patógeno para novas áreas no país.
